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Ge n e t i c s Selection Evolution *Predictions were obtained directly by inverting the realised information matrix (eq A1) obtained from sampling relationships, and from the Taylor series approximation eq. (1) using the variance of relationships directly. Variances, assuming σ 2 p ¼ 1, were computed by averaging information over samples of 100 families, but are expressed for a single family, so for f families var(σ 2 A ) should be divided by f. Predictions using the simplification eq. (3) are shown similarly; results are for half (HS) and full (FS) sib families; h 2 is the proportion of variance contributed by the fitted chromosomes; chr is the number of chromosomes; chr = 22 denotes the whole genome; chr = 1 denotes a single chromosome.
incorrect calculations of within-family variances for full-sib families. Formulae and conclusions are unchanged.
The correct Table 1 is included here. Table title , headings and footnote are unchanged. Results are changed in columns 4 through 15 and indicated in bold characters.
